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SEQUENCE LISTING 



<110> Shewchuk, Lisa Marie 
Hassell, Anne Moore 
Brignola, Perry Scott 

<120> ERB4 Co-Crystal 



<130> PU4804USW 

<140> 10543046 
<141> 2005-07-21 



<150> PCT/US04/01291 
<151> 2004-01-20 

<150> US 60/441, 443 
<151> 2003-01-21 

<160> 5 

<170> FastSEQ for Windows Version 4.0 

<210> 1 

<211> 364 

<212> PRT 

<213> Homo sapein 

<400> 1 

Met Lys Lys Gly His His His His His His Gly Leu Glu Thr Glu Leu 

15 10 15 

Val Glu Pro Leu Thr Pro Ser Gly Thr Ala Pro Asn Gin Ala Gin Leu 

20 25 30 

Arg lie Leu Lys Glu Thr Glu Leu Lys Arg Val Lys Val Leu Gly Ser 

35 40 45 

Gly Ala Phe Gly Thr Val Tyr Lys Gly lie Trp Val Pro Glu Gly Glu 

50 55 60 

Thr Val Lys lie Pro Val Ala lie Lys lie Leu Asn Glu Thr Thr Gly 
65 70 75 80 

Pro Lys Ala Asn Val Glu Phe Met Asp Glu Ala Leu lie Met Ala Ser 

85 90 95 

Met Asp His Pro His Leu Val Arg Leu Leu Gly Val Cys Leu Ser Pro 

100 105 110 

Thr lie Gin Leu Val Thr Gin Leu Met Pro His Gly Cys Leu Leu Glu 

115 120 125 

Tyr Val His Glu His Lys Asp Asn lie Gly Ser Gin Leu Leu Leu Asn 

130 135 140 

Trp Cys Val Gin lie Ala Lys Gly Met Met Tyr Leu Glu Glu Arg Arg 
145 150 155 160 

Leu Val His Arg Asp Leu Ala Ala Arg Asn Val Leu Val Lys Ser Pro 

165 170 175 

Asn His Val Lys lie Thr Asp Phe Gly Leu Ala Arg Leu Leu Glu Gly 

180 185 190 

Asp Glu Lys Glu Tyr Asn Ala Asp Gly Gly Lys Met Pro lie Lys Trp 



195 200 205 

Met Ala Leu Glu Cys lie His Tyr Arg Lys Phe Thr His Gin Ser Asp 

210 215 220 

Val Trp Ser Tyr Gly Val Thr lie Trp Glu Leu Met Thr Phe Gly Gly 
225 230 235 240 

Lys Pro Tyr Asp Gly lie Pro Thr Arg Glu lie Pro Asp Leu Leu Glu 

245 250 255 

Lys Gly Glu Arg Leu Pro Gin Pro Pro lie Cys Thr lie Asp Val Tyr 

260 265 270 

Met Val Met Val Lys Cys Trp Met lie Asp Ala Asp Ser Arg Pro Lys 

275 280 285 

Phe Lys Glu Leu Ala Ala Glu Phe Ser Arg Met Ala Arg Asp Pro Gin 

290 295 300 

Arg Tyr Leu Val lie Gin Gly Asp Asp Arg Met Lys Leu Pro Ser Pro 
305 310 315 320 

Asn Asp Ser Lys Phe Phe Gin Asn Leu Leu Asp Glu Glu Asp Leu Glu 

325 330 335 

Asp Met Met Asp Ala Glu Glu Tyr Leu Val Pro Gin Ala Phe Asn lie 

340 345 350 

Pro Pro Pro lie Tyr Thr Ser Arg Ala Arg lie Asp 
355 360 



<210> 2 

<211> 966 

<212> DNA 

<213> Homo sapien 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
966 

<210> 3 
<211> 581 
<212> PRT 

<213> Artificial Sequence 

<220> 

<223> ErbB4 amino acid positions for which structurla 
coordinates are shown in Table 2 

<400> 3 



<400> 2 
atgaaaaaag 
act cccagtg 
aagagggtaa 
cctgaaggag 
cccaaggcaa 
cacctagtcc 
atgccccatg 
ctgctgctta 
ctcgttcat c 
atcacagatt 
ggaggaaaga 
cat cagagtg 
aaaccct at g 
ttgcctcagc 
attgatgctg 
cgagaccct c 
aattga 



gt catcat ca 
gcacagcacc 
aagt ccttgg 
aaactgtgaa 
atgt ggagtt 
ggttgctggg 
gctgcctgtt 
actggtgtgt 
gggatttggc 
ttgggctagc 
tgccaattaa 
acgt ttggag 
atggaatt cc 
ct cccatctg 
acagtagacc 
aaagatacct 



t catcat cat 
caatcaagct 
ctcaggtgct 
gat tcctgtg 
catggatgaa 
tgtgtgt ctg 
ggagt at gt c 
ccagatagct 
agcccgtaat 
cagact ctt g 
atggatggct 
ctatggagtt 
aacgcgagaa 
cactattgac 
taaatttaag 
agttatt cag 



ggtttggaaa 
caactt cgta 
tttggaacgg 
gctattaaga 
gctctgat ca 
agcccaacca 
cacgagcaca 
aagggaatga 
gt cttagtga 
gaaggagatg 
ct ggagtgta 
actatatggg 
at ccctgatt 
gtttacat gg 
gaactggctg 
ggtgatgatc 



cagagttggt 
ttttgaaaga 
t ttataaagg 
t tctt aatga 
t ggcaagtat 
t ccagctggt 
aggataacat 
tgtacctgga 
aat ct ccaaa 
aaaaagagt a 
tacattacag 
aactgatgac 
tattagagaa 
tcatggt caa 
ctgagtttt c 
gtatgaagct 



ggaaccatta 
aactgagctg 
tatttgggta 
gacaactggt 
ggat catcca 
tact caactt 
tggat cacaa 
agaaagacga 
ccatgtgaaa 
caat gctgat 
gaaatt cacc 
ctttggagga 
aggagaacgt 
atgt tggatg 
aaggatggct 
tcccagtcca 



Leu Thr Pro Ala Gly Thr Ala Pro Asn Gin Ala Gin Leu Arg lie Leu 

15 10 15 

Ala Glu Thr Glu Leu Ala Arg Val Ala Val Leu Gly Ser Gly Ala Phe 

20 25 30 

Gly Thr Val Tyr Lys Gly lie Trp Val Pro Ala Gly Glu Ala Val Lys 

35 40 45 

lie Pro Val Ala lie Lys lie Ala Val Ala Asn Val Glu Phe Met Asp 

50 55 60 

Glu Ala Leu lie Met Ala Ser Met Asp His Pro His Leu Val Arg Leu 
65 70 75 80 

Leu Gly Val Cys Leu Ser Pro Thr lie Gin Leu Val Thr Gin Leu Met 

85 90 95 

Pro His Gly Cys Leu Leu Glu Tyr Val His Glu His Lys Asp Asn lie 

100 105 110 

Gly Ser Gin Leu Leu Leu Asn Trp Cys Val Gin lie Ala Lys Gly Met 

115 120 125 

Met Tyr Leu Glu Glu Arg Arg Leu Val His Arg Asp Leu Ala Ala Arg 

130 135 140 

Asn Val Leu Val Lys Ser Pro Ala His Val Lys lie Thr Asp Phe Gly 
145 150 155 160 

Leu Ala Arg Leu Leu Glu Gly Asp Glu Lys Glu Tyr Asn Ala Asp Gly 

165 170 175 

Gly Lys Met Pro lie Lys Trp Met Ala Leu Glu Cys lie His Tyr Arg 

180 185 190 

Ala Phe Thr His Gin Ser Asp Val Trp Ser Tyr Gly Val Thr lie Trp 

195 200 205 

Glu Leu Met Thr Phe Gly Gly Lys Pro Tyr Asp Gly lie Pro Thr Ala 

210 215 220 

Glu lie Pro Asp Leu Leu Glu Lys Gly Glu Arg Leu Pro Gin Pro Pro 
225 230 235 240 

lie Cys Thr lie Asp Val Tyr Met Val Met Val Lys Cys Trp Met lie 

245 250 255 

Asp Ala Asp Ser Arg Pro Lys Phe Ala Glu Leu Ala Ala Glu Phe Ser 

260 265 270 

Arg Met Ala Arg Asp Pro Gin Arg Tyr Leu Val lie Gin Gly Asp Ala 

275 280 285 

Ala Ala Ala Ala Pro Leu Thr Pro Ser Gly Thr Ala Pro Asn Gin Ala 

290 295 300 

Gin Leu Arg lie Leu Ala Glu Thr Glu Leu Ala Arg Val Ala Val Leu 
305 310 315 320 

Gly Ser Gly Ala Phe Gly Thr Val Tyr Lys Gly lie Trp Val Pro Ala 

325 330 335 

Gly Glu Ala Val Ala lie Pro Val Ala lie Lys lie Ala Val Ala Ala 

340 345 350 

Asn Val Ala Phe Met Asp Glu Ala Leu lie Met Ala Ser Met Asp His 

355 360 365 

Pro His Leu Val Arg Leu Leu Gly Val Cys Leu Ser Pro Thr lie Gin 

370 375 380 

Leu Val Thr Gin Leu Met Pro His Gly Cys Leu Leu Glu Tyr Val His 
385 390 395 400 

Glu His Lys Asp Asn lie Gly Ser Gin Leu Leu Leu Asn Trp Cys Val 

405 410 415 

Gin lie Ala Lys Gly Met Met Tyr Leu Glu Glu Arg Arg Leu Val His 

420 425 430 

Arg Asp Leu Ala Ala Arg Asn Val Leu Val Lys Ser Pro Ala His Val 

435 440 445 

Lys lie Thr Asp Phe Gly Leu Ala Arg Leu Leu Glu Gly Asp Glu Ala 



450 455 460 

Ala Tyr Asn Ala Asp Gly Gly Ala Met Pro lie Lys Trp Met Ala Leu 
465 470 475 480 

Glu Cys lie His Tyr Arg Ala Phe Thr His Gin Ser Asp Val Trp Ser 

485 490 495 

Tyr Gly Val Thr lie Trp Glu Leu Met Thr Phe Gly Lys Pro Tyr Asp 

500 505 510 

Gly lie Pro Thr Ala Glu lie Pro Asp Leu Leu Glu Lys Gly Glu Arg 

515 520 525 

Leu Pro Gin Pro Pro lie Cys Thr lie Asp Val Tyr Met Val Met Val 

530 535 540 

Lys Cys Trp Met lie Asp Ala Asp Ser Arg Pro Lys Phe Ala Glu Leu 
545 550 555 560 

Ala Ala Glu Phe Ser Arg Met Ala Arg Asp Pro Gin Arg Tyr Leu Val 

565 570 575 

lie Gin Gly Asp Ala 
580 



<210> 4 
<211> 11 
<212> PRT 

<213> Artificial Sequence 

<220> 

<223> His tag for Erb4 cytoplasmic domain 
<400> 4 

Met Lys Lys Gly His His His His His His Gly 
15 10 



<210> 5 
<211> 15 
<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Substrate peptide for Erb4 activity assay 
<400> 5 

Arg Ala His Glu Glu lie Tyr His Phe Phe Phe Ala Lys Lys Lys 
15 10 15 



